Method for identification of the hcnA TSS by ARF-TSS: The P. aeruginosa strain PAO1 was grown in Luria-Bertani broth at 37°C with shaking; the cells at OD 600 of 1.2 were harvested, and the RNAs were purified by Mini RNeasy kit (Qiagen). Total RNAs were treated with DNase I (Roche) to remove the contaminant DNAs. The cDNA fragments of hcnA were then generated using the 5´-end phosphorylated primer hcnA-R1 (5´-CACGGCATT GAGCACGTTG-3´), which was complementary to a region downstream of the hcnA translational start site (Supplementary Figure S1A) . After reverse transcription, the RNAs were removed with 1N NaOH (at 65°C for 30 min). After neutralization with 1N HCl, cDNAs were purified using PCR purification kit (Qiagen). Subsequently, the 20 ng purified cDNAs were incubated with 10 U T4 RNA ligase 1 from Roche (at 37°C for 30 min), and then the reaction mixture was used for PCR amplification with the primers hcnA-R2 (5´-GCTGGATATCGTGTTGACG-3´) and hcnA-F3 (5´-GACATGACCATCCACCTCAATG-3´) as shown in Supplementary Figure S1A . Resultant PCR products were checked by electrophoresis on 1% agrose gel and then cloned into the pGEM T-easy vector (Promega) for DNA sequencing. The primers matching the flanking sequences of the cloning site was provided by the company named as M13-F and M13-R. Sequence results showed an unambiguous conjunction between the 5´-end of hcnA-R1 and the 58th G nucleotide upstream of the translational initiation site (Supplementary Figure S1B) , indicating that the G(-58) is the TSS of hcn transcripts. 
